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<40()> 1 

ctgtgaag atg gcg etc tec agg gtg tgc tgg get egg teg get gtg tgg 50 
Met Ala Leu Ser Arg Val Cys Trp Ala Arg Ser Ala Val Trp 
1 5 10 

ggc teg gca gtc ace cct gga cat ttt gtc ace egg agg ctg caa ctt 98 
Gly Ser Ala Val Thr Pro Gly His Phe Val Thr Arg Arg Leu Gin Leu 
15 20 25 30 

ggt cgc tct ggc ctg get tgg ggg gee cct egg tct tea aag ctt cac 14G 
Gly Arg Ser Gly Leu Ala Trp Gly Ala Pro Arg Ser Ser Lys Leu His 
35 40 45 

ctt tct cca aag gca gat gtg aag aac ttg atg tct tat gtg gta ace 194 
Leu Ser Pro Lys Ala Asp Val Lys Asn Leu Met Ser Tyr Val Val Thr 
50 55 60 

aag aca aaa gcg att aat ggg aaa tac cat cgt ttc ttg ggt cgt cat 242 
Lys Thr Lys Ala He Asn Gly Lys Tyr His Arg Phe Leu Gly Arg His 
65 70 75 

ttc ccc cgc ttc tat ate ctg tac aca ate ttc atg aaa gga ttg cag 290 
Phe Pro Arg Phe Tyr He Leu Tyr Thr He Phe Met Lys Gly Leu Gin 
80 85 90 

atg tta tgg get gat gee aaa aag get aga aga ata aag aca aat atg 338 
Met Leu Trp Ala Asp Ala Lys Lys Ala Arg Arg He Lys Thr Asn Met 
95 100 105 110 



tgg aag cac aat ata aag ttt cat caa ctt cca tac egg gag atg gag 
Trp Lys His Asn He Lys Phe His Gin Leu Pro Tyr Arg Glu Met Glu 
115 120 125 



386 
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cat ttg aga cag ttc cgc caa gac gtc acc aag tgt ctt ttc eta ggt 434 
His Leu Arg Gin Phe Arg Gin Asp Val Thr Lys Cys Leu Phe Leu Gly 
130 135 140 

att att tec att cca cct ttt gec aac tac ctg gtc ttc ttg eta atg 482 
He He Ser I le Pro Pro Phe Ala Asn Tyr Leu Val Phe Leu Leu Met 
145 150 155 

tac ctg ttt ccc agg caa eta ctg ate agg cat ttc tgg ace cca aaa 530 
Tyr Leu Phe Pro Arg Gin Leu Leu He Arg His Phe Trp Thr Pro Lys 
160 165 170 

caa caa act gat ttc tta gat ate tat cat get ttc egg aag cag tec 578 
Gin Gin Thr Asp Phe Leu Asp lie Tyr His Ala Phe Arg Lys Gin Se.r 
175 180 185 190 

cac cca gaa att att agt tat tta gaa aag gtc ate cct etc att tct 626 
His Pro Glu He lie Ser Tyr Leu Glu Lys Val lie Pro Leu He Ser 
195 200 205 

gat gca gga etc egg tgg cgt ctg aca gat ctg tgc acc aag ata cag 674 
Asp Ala Gly Leu Arg Trp Arg Leu Thr Asp Leu Cys Thr Lys lie Gin 
210 215 220 

cgt ggt acc cac cca gca ata cat gat ate ttg get ctg aga gag tgt 722 
Arg Gly Thr His Pro Ala lie His Asp lie Leu Ala Leu Arg Glu Cys 
225 230 235 



ttc tct aac cat cct ctg ggc atg aac caa etc cag get ttg cac gtg 
Phe. Ser Asn His Pro Leu Gly Met Asn Gin Leu Gin Ala Leu His Val 
240 245 250 
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aaa gcc ttg age egg gec atg ctt etc aca tct tac ctg cct cct eec 818 
Lys Ala Leu Ser Arg Ala Met Leu Leu Thr Ser Tyr Leu Pro Pro Pro 
255 260 265 270 

ttg ttg aga cat cgt ttg aag act cat aca act gtg att cac caa ctg 86G 
Leu Leu Arg His Arg Leu Lys Thr His Thr Thr Val He His Gin Leu 
275 280 285 

gac aag get ttg gca aag ctg ggg att ggc cag ctg act get cag gaa 914 
Asp Lys Ala Leu Ala Lys Leu Gly lie Gly Gin Leu Thr Ala Gin Glu 
290 295 300 

gta aaa teg get tgt tat etc cgt ggc ctg aat tct acg cat att ggt 962 
Val Lys Ser Ala Cys Tyr Leu Arg Gly Leu Asn Ser Thr His He Gly 
305 310 315 

gaa gat agg tgt cga act tgg ctg gga gaa tgg ctg cag att tec tgc 1010 
Glu Asp Arg Cys Arg Thr Trp Leu Gly Glu Trp Leu Gin He Ser Cys 
320 325 330 

age ctg aaa gaa get gag ctg tct etc ttg ctg cac aac gtg gtc ctg 1058 
Ser Leu Lys Glu Ala Glu Leu Ser Leu Leu Leu His Asn Val Val Leu 
335 340 345 350 

etc tec acc aac tac ctt ggg aca agg cgc tg aatgaaccat ggagcggatg 1110 
Leu Ser Thr Asn Tyr Leu Gly Thr Arg Arg 
355 360 

gcattgtcct geagtegtat agtatagcag tgcaggaaca aacagcactt gecagcaaag 1170 

tctgtgtgta ctgttaagtg tgtgggaggc agagagagga geaggggeca tgggcttcac 1230 



agcatggcac acctgtggga actgeagaca ttcctctcac agctagaact gaaacaaacc 



1290 
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ctcttgctag gggtggtccg tgtgaggtgt catcctgtcc ccctcataat tactaatagc 1350 

tggaactggc agcagcctct actgggcttt tactgtgatg tgttcagttc atgtcctagg 1410 

aagtcagctt ttgccccagg tgggaatcct tatttggctt aggactgatc cacttccatg 1470 

ttacttacat ctgtgggttt ttgttgttgc tgttagaaaa tttttggctg gtgaaaacag 1530 

cactcctttg gctggagcac ttgtgtccat gcatgtactt gggtgtttcc ctccatcctt 1590 

tctgatatga ccaaaaatca agttgttttg ttttttgtca ccttcactgg catgggctaa 1650 

ccacttcttt ttcaaaccct ctgaacacct ttttctgatg ggtaacttgc aggaatattc 1710 

tattggaaaa gataacagga agtacaagtg cttcttgacc ccttcctcaa tgtttctagc 1770 

cttcactctc cattgtcttt tctgggctgt attacagccc tctgtggatc ttcaactctg 1830 

ctgcctccac tgtgatgcag cagtccaact gtaactgaca gtggctgcct tctctgggcc 1890 

atggatcaca cctgtaaggt actaattact gcccagcctg gggagatcag gagaggtctg 1950 

catagttagt aagttgggtt tagcttttgt gtgtgcatca gtgacttaga gttctgtaat 2010 

aacttattgt aaatgcatga agcactgttt ttaaacccaa gtaaagactg cttgaaacct 2070 

gttgatggaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaa 2118 



<210> 2 
<211> 360 
<212> PRT 
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<213> Homo sapiens 
<400> 2 

Met Ala Leu Ser Arg Val Cys Trp Ala Arg Ser Ala Val Trp Gly Ser 
1 5 10 15 

Ala Val Thr Pro Gly His Phe Val Thr Arg Arg Leu Gin Leu Gly Arg 
20 25 30 

Ser Gly Leu Ala Trp Gly Ala Pro Arg Ser Ser Lys Leu His Leu Ser 
35 40 45 

Pro Lys Ala Asp Val Lys Asn Leu Met Ser Tyr Val Val Thr Lys Thr 
50 55 60 

Lys Ala He Asn Gly Lys Tyr His Arg Phe Leu Gly Arg His Phe Pro 
65 70 75 80 

Arg Phe Tyr He Leu Tyr Thr He Phe Met Lys Gly Leu Gin Met Leu 
85 90 95 

Trp Ala Asp Ala Lys Lys Ala Arg Arg lie Lys Thr Asn Met Trp Lys 
100 105 110 

His Asn He Lys Phe His Gin Leu Pro Tyr Arg Glu Met Glu His Leu 
115 120 125 

Arg Gin Phe Arg Gin Asp Val Thr Lys Cys Leu Phe Leu Gly He He 
130 135 140 



Ser He Pro Pro Phe Ala Asn Tyr Leu Val Phe Leu Leu Met Tyr Leu 
145 150 155 160 
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Phe Pro Arg Gin Leu Leu He Arg His Phe Trp Thr Pro Lys Gin Gin 
165 170 175 

Thr Asp Phe Leu Asp I le Tyr His Ala Phe Arg Lys Gin Ser His Pro 
180 185 190 

Glu He He Ser Tyr Leu Glu Lys Val He Pro Leu He Ser Asp Ala 
195 200 205 

Gly Leu Arg Trp Arg Leu Thr Asp Leu Cys Thr Lys I le Gin Arg Gly 
210 215 220 

Thr His Pro Ala He His Asp He Leu Ala Leu Arg Glu Cys Phe Ser 
225 230 235 240 

Asn His Pro Leu Gly Met Asn Gin Leu Gin Ala Leu His Val Lys Ala 
245 250 255 

Leu Ser Arg Ala Met Leu Leu Thr Ser Tyr Leu Pro Pro Pro Leu Leu 
260 265 270 

Arg His Arg Leu Lys Thr His Thr Thr Val He His Gin Leu Asp Lys 
275 280 285 

Ala Leu Ala Lys Leu Gly He Gly Gin Leu Thr Ala Gin Glu Val Lys 
290 295 300 

Ser Ala Cys Tyr Leu Arg Gly Leu Asn Ser Thr His He Gly Glu Asp 
305 310 315 320 

Arg Cys Arg Thr Trp Leu Gly Glu Trp Leu Gin He Ser Cys Ser Leu 
325 330 335 
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Lys Glu Ala Glu Leu Ser Leu Leu Leu His Asn Val Val Leu Leu Ser 
340 345 350 



Thr Asn 



Tyr Leu Gly Thr Arg Arg 
355 360 



<210> 3 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> ant i -sense DNA 

<400> 3 

cctggacatt ttgtcacc 18 

<210> 4 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> sense DNA 

<400> 4 

ggtgacaaaa tgtccagg 18 



<210> 5 
<211> 18 
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<212> DNA 

<213> Artificial Sequence 
<220> 

<223> missense DNA 

<400> 5 
cgcggatatt tcctcacc 



<210> 6 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> forward primer 

<400> 6 

gggagatgga gcatttgaga 20 

<210> 7 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> reverse primer 



<400> 7 

gcttccggaa agcatgatag 



20 



